populations in pure culture, consortia and in environmental samples. Sequencing the resulting amplicons confirmed primer specificity, and only Anaeromyxobacter 16S rRNA genes amplified. These primers form the basis of the third objective, which is to design a real-time (RTm) PCR approach for quantifying A. dehalogenans 16S rRNA gene copies in cultures and environmental samples. Initial experiments using the SYBR green reporter system were promising, and we anticipate that a quantitative approach will become available in Year 2. Another goal is to obtain key information from the A. dehalogenans strain 2CP-C genome. A draft genome sequence of strain 2CP-C became available to us in August of 2004. We are using the available sequence information to identify and examine genes that are relevant for bioremediation (i.e., reductive dechlorination, and radionuclide reduction).
